Until recently, genome-wide association study (GWAS)-based findings have provided a substantial genetic contribution to type 2 diabetes mellitus (T2DM) or related glycemic traits. However, identification of allelic heterogeneity and population-specific genetic variants under consideration of potential confounding factors will be very valuable for clinical applicability. To identify novel susceptibility loci for T2DM and glycemic traits, we performed a two-stage genetic association study in a Korean population.
INTRODUCTION
Type 2 diabetes mellitus (T2DM) is a major public health problem due to its rapidly rising incidence and prevalence worldwide [1] . T2DM, which is characterized by insulin resistance and hyperglycemia, is known to be associated with a marked increase in the risk for cardiovascular and metabolic diseases, such as obesity, hypertension, and dyslipidemia [2, 3] . T2DM-related quantitative traits, such as fasting plasma glucose (FPG), fasting plasma insulin (FPI), homeostasis model assessment of β-cell function (HOMA-B), and homeostasis model assessment of insulin resistance (HOMA-IR), are diagnostic/prognostic indices [4] .
The etiology of T2DM is affected by a multi-factorial interplay between genetic and environmental factors. Recent studies have demonstrated that genetic factors play an important role in fasting glucose variation, β-cell function, and insulin sensitivity as well as T2DM [5] [6] [7] [8] . Genome-wide association study (GWAS)-based findings have provided compelling evidence of T2DM loci, which show an association with glycemic traits as an independent factor [9] [10] [11] [12] .
Although over 75 loci for T2DM have been intensively identified through genome-wide meta-analyses of multi-ancestry [13] [14] [15] [16] , progress towards understanding the genetic basis for allelic heterogeneity or population-specific genetic effects has not been fully explored in East-Asian populations [17] [18] [19] . To gain insight into the genetic heterogeneity of T2DM, we identified ethnicspecific novel variants influencing T2DM and extended their association with glycemic traits in a Korean population.
METHODS

Study subjects
Stage 1 subjects for the GWA screen were recruited from the Korea Association Resource (KARE) [20] . In this study, 1,042 subjects were included as T2DM cases according to the following criteria: (1) treatment of T2DM; (2) FPG ≥7 mmol/L or plasma glucose 2-hour after ingestion of 75 g oral glucose ≥11.1 mmol/L; and (3) age of disease onset ≥40 years. The inclusion criteria of nondiabetic control subjects (n=2,943) were as follows: (1) no history of diabetes; and (2) FPG <5.6 mmol/L and plasma glucose 2-hour after ingestion of 75 g oral glucose <7.8 mmol/L at both baseline and follow-up studies. For GWA analysis of T2DM related quantitative traits (such as FPG, FPI, HOMA-B, and HOMA-IR values), 7,696 nondiabetic subjects were selected from KARE study participants.
Stage 2 subjects for the replication study were selected from another population-based cohort, Health2 cohort, which consisted of a total of 8,500 participants aged 40 to 69 years from five regional cities in Korea [20] . The stage 2 criteria for grouping T2DM cases (n=1,216) and nondiabetic controls (n=1,352) were the same as those for stage 1, except stage 2 control subjects were >60 years old and had no first-degree relatives with diabetes. For association analysis between T2DM related quantitative traits and single nucleotide polymorphisms (SNPs) that passed the stage 1 threshold, 6,536 nondiabetic subjects were selected from Health2 study participants.
All studies were approved by the ethics review committees of the respective institutes and all participants provided their written informed consent.
Genotyping
KARE study subjects were genotyped using the Affymetrix Genome-Wide Human SNP array 5.0 (Affymetrix Inc., Santa Clara, CA, USA) [20] . Only unrelated samples with a missing genotype call rate below 4% and a heterozygosity of less than 30% were included for subsequent GWA analyses for T2DM and its related traits. SNPs with a high missing gene call rate (>5%), low minor allele frequency (MAF; <0.01) and significant deviation from Hardy-Weinberg equilibrium (P<1×10 -6 ) were eliminated before association analyses. Detailed criteria for sample and SNP filtering from KARE genome-wide scan are available by Cho et al. [20] .
Among the 21 SNPs taken forward to the stage 2 replication study (Appendix 1), four SNPs (rs4376068, rs11086668, rs-6439472, and rs2074356) were genotyped by an allelic discrimination assay using the TaqMan reaction (Applied Biosystems, Foster City, CA, USA), while 17 SNPs were genotyped by the GoldenGate assay in a set of 384 multiplexed SNPs (Illumina Inc., San Diego, CA, USA) from approximately 7,861 Health2 study subjects. For three SNPs (rs360481, rs6439472, and rs4777379), we were not able to design a functional assay on either platform. Duplicate genotyping for approximately 1% to 2.5% of samples was performed as a quality control. All 21 genotyped SNPs satisfied a concordance rate in duplicates of over 99% and a genotype success rate over 98%.
SNP imputation
In each GWAS data, imputation analysis was performed using IMPUTE against all of the HapMap Asian (Japanese in Tokyo, Japan+Han Chinese in Beijing, China) population (release 22/ NCBI build 36 and dbSNP build 126 for total 4,573,409 SNPs [21] . Of these SNPs, we removed SNPs with a posterior probability score <0.90, low genotype information content (info <0.5), HWE (P<1×10 -7 ), MAF<0.01, and SNP missing rate >0.1.
Association analyses
An association analysis was performed using PLINK (http:// pngu.mgh.harvard.edu/~purcell/plink/) and SAS programs version 9.1 (SAS institute Inc., Cary, NC, USA). Associations between SNPs and T2DM were tested using logistic regression analysis with an additive model (1-degree of freedom) after adjusting for age, sex, BMI, and recruitment area. T2DM related quantitative traits, such as FPG, FPI, HOMA-B, and HOMA-IR, were tested for association using the linear regression analysis with an additive model (1-degree of freedom) after adjust- showing a skewed distribution of measurements were transformed by the natural log before the association analysis. Stage 1 and 2 association results were combined using an inverse-variance meta-analysis method assuming fixed effects with Cochran's Q test, which was used to assess between-study heterogeneity [22] . To detect the significant evidence of the sex-specific association of SNPs with T2DM and its related traits, the interaction between SNPs and sex was tested by a likelihood ratio test for a linear regression model.
RESULTS
Stage 1 KARE GWA for T2DM was analyzed using the trend test while controlling for age, sex, BMI, and recruitment area as covariates. The quantile-quantile plot of the observed P values derived from the trend test showed a significant deviation from the null distribution only in the tail, which suggested an association of these SNPs with T2DM (Fig. 1A) . The estimated genomic control inflation factor (λ) was 1.008, which indicated limited evidence of population stratification in the KARE study samples. Stage ) ( Table 1 ). Both SNPs have been previously reported for their association with T2DM [23] [24] [25] . Two novel T2DM-associated loci were found in the chromosome 12q24 region, one on 12q24.11 (rs11065756; OR, 1.40; ) for all SNPs across the region from Japanese in Tokyo, Japan and Han Chinese in Beijing, China founders in HapMap (release 22). This plot was generated using the Haploview 4.1 program. ) in intron 9 of CCDC63 (coiled-coil domain containing 63) and the other on 12q24.13 (rs2074356; OR, 1.43; 95% CI, 1.27 to 1.62; P=1.12×10 -8 ) in intron 30 ofC12orf51 ( Fig. 2A) with different patterns of LD (Fig. 2B) . To dissect locus heterogeneity by an interrelationship between these two loci in the 12q24 region (~1.7 Mb), we performed conditional association analyses in which each SNP (rs11065756 and rs2074356) was tested for an association with T2DM after adjusting for the genotype of the other SNP as a covariate. The strength of the association for each SNP was not significantly decreased after adjustment (data not shown), which demonstrated that the T2DM association signals detected by both loci were independent for one variant phenotype.
The T2DM-associated SNPs were further tested for their association with T2DM-related quantitative traits, such as FPG, FPI, HOMA-B, and HOMA-IR, in a total of 14,232 nondiabetic individuals consisting of 7,696 GWA and 6,536 subsequent replication study samples. Along with two SNPs previously associated with T2DM, rs7754840 in CDKAL1 (P=1.73×10 -8 , β=0.0324± 0.0058 mmol/L) and rs10811661 near CDKN2A/B (P=8.28×10 -7 , β=0.0286±0.0058 mmol/L), these two new loci, rs11065756 in CCDC63 (P =2.41 ×10 -6 , β =0.0360 ±0.0076 mmol/L) and rs2074356 in C12orf51 (P =1.21 ×10 -13 , β =0.0606 ±0.0082 mmol/L) showed compelling evidence for an association with FPG (Table 2) . Consistent evidence for an association with T2DM at these loci was further detected for reduced β-cell function as assessed using HOMA-B (rs7754840 in CDKAL1, P=3.29×10 , β=-0.0376±0.0062). In contrast, these variants responsible for elevated levels of FPG and reduced HOMA-B did not show an effect on FPI or insulin sensitivity as estimated using HOMA-IR (Table 2) .
To gain insight into the sex-specific heritability of the loci identified in our study on T2DM and its related traits, we performed sex-specific analyses and looked for evidence of an interaction of these loci with sex by performing a likelihood ratio test within a linear regression model. Male-specific association was observed for only two 12q24 loci for T2DM, FPG and HOMA-B. This sex-specific stratification was further demonstrated by a significant SNP-sex interaction. However, previous SNPs (rs7754840 in CDKAL1 and rs10811661 in CDK-N2A/B) did not generate significant evidence for sex-specificity (Table 3) . 
DISCUSSION
Considering the effect of common diseases of major public health, the genetic architecture of T2DM has been intensively studied using GWA analyses for many years [10, 13, [25] [26] [27] [28] [29] . Most previous T2DM-associated GWAS-findings were identified from European ancestries, but those from non-European groups were not fully understood on the basis of the genetic effects of ethnic predisposition on T2DM. We performed GWAS and follow-up replication analysis in a Korean population. Our meta-analysis newly identified two genome-wide significant associations as novel predisposing factors for T2DM and glycemic traits, such as FPG and HOMA-B.
To address population-specific genetic heterogeneity [30] , we tested lookup validation for the newly identified SNPs (rs-11065756 in CCDC63 and rs2074356 in C12orf51) in 1,924 cases and 2,938 controls from the Wellcome Trust Case Control Consortium (WTCCC). A significant association between T2DM and rs11065756 in CCDC63 (P=0.37) was not detected from WTCCC samples. Importantly, the minor A allele frequency of SNP rs11065756 in WTCCC samples was 0.07, whereas that in KARE study samples was 0.19. For rs2074356 in C12orf51, an association analysis could not be performed in WTCCC samples because this SNP was monomorphic in Europeans (minor T allele frequency is 0.00). In KARE study samples, the minor T allele frequency of this SNP was 0.16. Taken together, the MAF differences in these two SNPs between Asian (Korean) and European populations may reflect different association results for T2DM in the two populations. This comparison demonstrates that the difference in allele frequency is the one of the major factors indicating population-specificity of disease-causing alleles. Previous Eurocentric GWAS findings, which were not replicated in our study, showed a considerable difference in MAF between Asian and European populations [18] .
A 12q24 region has been linked to T2DM and obesity related traits [31] [32] [33] [34] in numerous studies. Recent GWAS also demonstrated genetic associations of 12q24 loci with type 1 diabetes mellitus (T1DM), which indicate SH2B3 (SH2B adaptor protein 3), TRAFD1 (TRAF-type zinc finger domain containing 1), and PTPN11 (protein tyrosine phosphatase, nonreceptor type 11) as T1DM candidate genes [35] [36] [37] . In addition, multiple diverse effects have been reported for its association with 1-hour plasma glucose [38] , waist hip ratio [20] , metabolic traits [39] , congenital heart defect [40] , drinking behavior [41] , and blood pressure [42, 43] from current GWASs, which suggest its pleiotropic effects [44] .
Furthermore, interactions between genetic variants and sex-specificity have been reported in the chromosome 12q24 region for T2DM [45] and obesity-related traits [32, 34, 46] . In this study, we observed male-specific associations in susceptibility to T2DM and T2DM-related traits, such as FPG and HOMA-B (Table 3) . Male-specific genetic effects were reported to have strong associations with liver aminotransferase levels [47] , alcohol consumption [48] and hypertension [49] . This sex-specific genetic architecture was further demonstrated by sex-biased genetic effects on gene regulation [50] .
In conclusion, our meta-analysis demonstrated multiple signals and significant sex differences for T2DM and T2DM-related traits as well as ethnic-specific characteristics in a Korean population. This information will be analyzed to gain further insight into gene-gene and gene-environment interaction. We propose that GWAS-based findings in a systematic consideration of potential confounding factors, such as genetic heterogeneity, ethnic predisposition, gender specificity, and pleiotropic effects, may provide predictive or prognostic genetic information to a wider clinical application.
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